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Nucleotide Sequence of the Putative Gene Encoding 308 Ribosomal Protein S1 from Brevibacterium ammo-
niagenes. Yoon, Ki-Hong*, Mi-Sung Lee, Young Phil Oh, and Jung Ho Choi. Schoo! of Food Biotechnology,
Woosong University, San 7-6, Jayang-dong, Dong-ku, Tagjon 300-100, Korea - The nucleotide sequence of appro-
zimately 2.4 kb immediately adjacent to prsG gene coding for the glucose permease of Brevibacterium ammoni-
agenes was determined. A putative open reading frame (ORF) of 1.467 nucleotides encoding a polypeptide of 489
amino acid residues and a TAA stop codon was identified. The deduced amino acid sequence of the ORF product
has a high homology with the 30S ribosomal protein 81 of Mycobacterium tuberculosis (83%). M. leprae (74%), Sirepto-
myces coelicola (77%), and Escherichia coli (40%). suggesting that the predicted product of ORF is a ribosomal protein
S1. The ORF 5 located at a distance of 266 nucleotides upstream from prsG gene with a same translational direction.
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Fig. 1. Restiriction endonuclease map and nucleotide sequenc-
ing strategy of B. ammoniagenes chromosomal DINA.

The restriction sties l[or enzymes was illustrated on the 5.4-kb
EcoR] fragment of plasmid pC13E31, The restriction site abbrevi-
ations are as follows B, BamHI; E, EcoRl;, K, Kpnl, N, Ncol; P,
Pstl; S, Sall. The bold line denotes the 1,467-nucleotides gene
encoding 305 ribosomal protein S1 and with the arrow indicaling
the direction of the transcription. ATG is corresponding 1o the start
codons of pisG pene. Arrows indicate individual subclones iso-
lated 1n pUC19 and exten! of DNA sequence established for each.
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CHTETTCT
TACCCAASTANTCBAATBOATSCTOORCAA ARTCEAAEAT ABAT AGCCCCAGCATERCCACEATEE TEBECTCAACATASGEN ATEC
COAAT3CTECBAEGATAB I CARRAGBATCC AR TTBT 'L AN TLBCEGATATTETE TAGCCCORET TANTCRAGATAAT TICCAECT
GCABCEACCACITACCCARCGASETE T CCARCEACC T TCGNI A ATOE TECEET AGBCAAARARBACCABGEARAR T STANATCT
GETACMOE TTECTRCATCACE ARTCACBEBARTECCECCENTBAGATT BATIABCCAC TERATAAEANGBATBACGE. TCCEACEE
AR ACCOTCANTCCARAABCCEATCBORCEECEANTRAGAAC A ACKAGLEATAGCECATGALALATAC TTACATEECTCETRTD
BARCRTTCC ACTECTIGC TECAREGATETAGT BT TG TTREACGTETCTATEO G AAGCCCTT TC AATC AGTATAGG AGRE T TGA
TG0 TEOCCORGTRAG ATTE AN BETHTST T TARCAC TACCAGTOC ARG ARATACCTTICTRICCATTTTCSATCTCOTARCAAT
TTCHGASCACACTTAAAT ATGCCOACT TCTARC ACCCCTCAGETAGGATTAMCE AT ATCEGTACCECTEAGEAC TTEC TCRCAGCA
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'I'I'CGCACGCACCI.‘ACGC[GT\EBCC.!G.!TE‘GTGCIIAG(XTMGGTCACCAAGCTOSTICCATI‘CGGTGCE“IO.’;ITCGmTCGB_nGAE
FARTH v e ¥ P oK YTK ¥ FVRVEE
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CARARCCTEARARTITRATTAARTCTTCART AACASTIGAT T TTATCIBUACAGTCTGCT TATTATGTARCCTACRAT ACCO M ABE
GTIGTTATTCCTARGEAGECNABRCCT! GNSTG.:I’.‘ITIT'T!\TTGTGHMT\:DCG"[CRGGT\?TT'IICGTGTUTAC\'}CAEMTBM
AGAAGHTACATCTCATGICCANGACTEAGAT SCEBCAC G CECABRBEAR [CCTCRCAGECY WTATCHCAT
CNTTTACECACTCOGCARCECGTT TACGCT TTEAG S TTARCEA TECETT CARGECTEACA LABRCAAGCTOG ﬂ\.G_Ln"'CCCCAﬁGG
TR TGR3CRCTE T CACABEETERGC3CAACTACAGE T TG TTATCRE TEECEATC TIGCCAGOBT STACAACEARATRE TAC AEC
TRCCAGICAT TCECAAGTCTEATECIGACS TCA ABCCE CABCOECRCBAABACACARSEIRRGRTBCCVTECT
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Fig. 2. Nucleotide sequence of the putative ribosomal protein

S1 gene and deduced amino acid sequence.

The underlined sequence prececding the ATG start codon of the
rihosomal pratein S1 gene is a putative ribosome-binding site. The
predicted amino acid residues arc described below the nucleotide
sequences. The numbers at the cnd of each line correspond to the
nucleotide positions. The sequence has been deposited with Gen-

Bank under accession number AF045481.
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Fig. 3. Comparison of B. ammoniagenes ribosomal protein 51
(BAR) with M. tmbercufosis S1 (MTR), M. leprae 51 (MLR),

and 5. ceelicefa S1 (SCR).

The amino acid sequences of the four polypeplides are shown by a
one-letter code and have been aligned by introducing gaps
(hyphens) to maximize the similaritics The residues identical to
the ribosomal proteins S1 amino acid sequence of B. ammoni-
agenes are indicated by asterisks in all other sequences. The num-
bers at the beginning of each line correspond 1o the amino acid
positions in the protein.
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